ABSTRACT We present the draft genome sequences of two clinical strains of Aspergillus turcosus, one azole-susceptible (strain HMR-AF-23/LSPQ-01275) and the other azole-resistant (strain HMR-AF-1038/LSPQ-01280), isolated from bronchoalveolar lavage fluid of two adult patients. These two strains are the first reported clinical isolates of A. turcosus.
cleaned with Trimmomatic v0.36 (parameters, LEADING:20 TRAILING:20 SLIDINGWINDOW: 4:20 MINLEN:50 ILLUMINACLIP:NexteraPE-PE.fa:2:30:10) (17) . Mitochondrial sequences were discarded by mapping the cleaned reads onto the A. fumigatus mitochondrial genome (reference genome JQ346807) with SMALT v0.7.6. Remaining nuclear reads were assembled with SPAdes v3.7.0 (18) on Calcul Québec servers (http://www .calculquebec.ca/). An in-house Python script (https://github.com/EricFournier3/Python GenomicTools) was used to eliminate contigs with coverage lower than 5ϫ and length less than 2 kb. The quality of the assembly was further assessed with QUAST 4.1 (19) . The absence of duplicated contigs was ensured by running dedup.sh (https://jgi.doe .gov/data-and-tools/bbtools/), and the absence of Illumina adapters was checked with the Linux grep command. A total of 939 contigs for HMR-AF-23 (N 50 ϭ 110,871 bp) and 1,043 contigs for HMR-AF-1038 (N 50 ϭ 95,868 bp) were found. The overall genome size and GϩC content for HMR-AF-23 and HMR-AF-1038 are 32,352,689 bp and 48% and 34,076,230 bp and 46%, respectively.
Genome annotation was performed with funannotate v1.4.2 (https://github.com/ nextgenusfs/funannotate). We used an Augustus (20) pretrained gene model of A. fumigatus to predict 9,223 genes for HMR-AF-23, including 833 with functional annotation. For HMR-AF-1038, 9,174 genes were predicted, from which 830 have functional annotation. The completeness of these annotations was assessed by comparing the number of conserved orthologs to those of A. fumigatus, the closest reference species, using the tool BUSCO v2.0 (21) run with the Dikarya data set. Approximately 94% orthologs were found for both isolates, which is nearly as many as for A. fumigatus (96%). We found 1,232 and 36 complete and fragmented orthologs, respectively, for HMR-AF-23, compared to 1,227 and 39, respectively, for HMR-AF-1038.
These first draft genome sequences of A. turcosus may be useful in deciphering the genetic differences which result in elevated azole resistance for this species and allow a better understanding of virulence through genomic comparison with other related clinically relevant Aspergillus species.
Data availability. These whole-genome shotgun projects have been deposited in GenBank under the accession numbers NKHV00000000 for strain HMR-AF-23 and NIDN00000000 for strain HMR-AF-1038. The versions described in this paper are the second versions, NKHV02000000 and NIDN02000000, respectively. Raw sequence data can be accessed using the following run numbers: SRR8165489 (HMR-AF-23) and SRR8165475 (HMR-AF-1038).
